^ ^ *ho nrre seauence defined by nucleotide the 

of X R and Y 8 share homology with the NBRE sequence yy 

M partners which are selected from members of me Nurfa/ilyof nuclear 
receptors. 

23 The oligonucleotide sequence of clai^ 22, wherein 4 out of 6 
nucleotides o, N 6 are identical to said AGGTCA ^TGACCT sequences. 

24 The oligonucleotide sequence/f claim 23, wherein AAN 6 has a 
sequence selected from the group consisting of AAATATCA, AAATGCCA, 
AAAGGTCA, and functional derivatives/hereof. 

25 The Cigonudeotide s/uence of claim 23, wherein N.TT has a 
sequence selected from the group consisting of TGATATTT, TGGCATTT, 
TGACCTTT, and functional derivatives thereof. 

26 The oligonucleotide sequence of claim 25, wherein said 
responseelementcompns/esanucleotide sequence selected from the group 

consisting of : / 
• gtgatatttxxxxxx/aatgccag, TGATATTTXXXXXXAAATGCCA, 

^ TGAT ATTTXXXX^AATATCAC,T G ATATTTXXXXXXAAATATCA 
C ^ CTGGCATTTXXX)/xXAAATGCCAG, TGGCATTTXXXXXXAAATGCCA, 

QTG acctttxx>Uaaaggtcaq, tgacctttxxxxxxaaaggtca, 

QTGUYATTTXX^XXXAAATUYCAQTGUYATTTXXXXXXAAATUYCA, 
GTGATATTt/cCTCCAAATGCCAG, TGATATTT ACCTCCAAATGCCA, 

gtgataVacctccamtatcac.tgatatttacctccaaatatca 
ctggcat/tacctccaaatgccag,tggcatttacctccaaat G cca, 



27 Th e oligonucleotide sequ/e o« claim 26, wherein said 

group consist o f : G T G ATAUxXXXXAMT G CCA G and 
TOACCTTTXXXXXXAAACQ/CA. 

28 The oligonZotide se q uence o. claim 27 , wherein said 
response element cerises nucleic acid sequence 
tga TATTTACCT6cAAAT G CCA. 

29 Theoligonucleotidese q uenceo,claim28,whereinsaid 
response element comprises nucleic acid sequence 
GTQATATTTACCTCCAAATGCCAQ. 

30 Theoligonucleotidesequenceo f claim27,whereinsaid 

response element comprises nucleic acid sequence 
TGACCTTTXXXXXXAAAQCiTCA. 

8i The o.igonucleotide sequence of claim 22. wherein said member 

ntors is selected from the group consisting of. 
0 „ h e N ur,amilvo.nuclearrece P tors.ssle oRian(j 

Nur77, NGFI-B, N10. NAK1 , TR3, Nurr-1. RNR-V NOT, 
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32 foligonudeotide seguence o, claim 22, wherein said response 

member of the Nur family of nuclear receptors. 

33 Th eoli 9 on U c,eo«ese q uenceo f c,a im2 2.whereinsaidresponse 
element binds toaheterodimer consisting, of two partners ofadifferent 
member of the Nur family of nuclear receptors. 

34 ADMAconstructcomprisingtheoiigonudeofidesepuenceo, 
c , a i m22 operablylinKed to a P romoter, W hich promoter is operably linKed to 

lie gene is under the transcriptional control of the o,,onuc,eot, d e 
sequence and promoter. 

♦ m nf rlaim 34 wherein said oligonucleotide 
35 The DNA construct of claim ^, w» 

36. The DNA construct of claim 34, wherein .he heterologous gene 
is a reporter gene. 

37 . A host cell transited with the DNA construct of claim 34. 

38 Amethodforcontrolledexpressionofaheterologousgeneof 
in Jcomprisingcu,turingahostce,l according to Cairn 3, in the presence 
of an appropriate regulatory protein. 

39 The method according to Cairn 38, wherein the reguiatory 
protein comprises a member of the Nur family of nuclear receptors. 



40 Method for detecting a modulator of transcription at a Nur 
response eiement (Nur-RE), wherein said Nur-RE is an o^nucleo, ide 

sequence X 8 L 6 Y 8 , wherein: / 

a) X 8 andY 8 are two ha,, site sequence/, 8 nucleotides which are 

confiqured as an everted repeat; / 

^separatessa"^^^ 
being independently selected from yfc.orG; 

c) X 8 having nucleotide se/nce N 6 TT, and Y 8 having nuc.eot.de 

k i • ZmpH from AT C or G, such that said sequence 
sequence AAN 6 , wherein N is selected from A, I, o,or 

of Xs and Y 8 share homologywith the NBRE sequence defined by nucleotide the 
^nucJideseguen^^ 

^partners whic^eseiected fro. memb ersof the Nurfa m ,ly of nuciear 

companX ieve, of expression of said reportergene in the presence o, the 
sampjeand in the absence thereof. 

41 ^ method for measuring the abiiity of a compound to moduiate 
transcription atVfcjur response element (Nur-RE), wherein said Nur-RE ls ^ 

Jeptor of the Nur fami^War receptor, said response element compnsmg 
nucleotide sequence X 8 L 6 Y 8 , wherein: 

a) X 8 andY 8 are two half s^equences of 8 nucleotides wh.ch are 

ronfiaured as an everted repeat; 

b) L 6 separates said half site seque^ith L being 6 nuc,eo,,des and 

being independently selected from AJ.C.or G; 



c) X 8 haSg nuclide sequence N 6 TT, and Y 8 having nucleotide 

-tt, th« MRRE seauenefe defined by nucleotide the 
of Xq and Y 8 share homology with the NBRE sequence 

HceoL sequence AGOTCA, and its comment TCACCT. .spec ^ 

„*, partners which are seiected from meters of the Nur family o, nuclear 
receptors , 

comprising: , 

a) contacting sarf compound with said host cell of cla.m 37, 
und er conditions conducive the expression of said heterologous gene ,n 
response to said compound; and 

b) coZaring the level of gene expression in step a) w,th the 
lev e, of gene eZssion from said host cel, in the absence of said compound. 

42 . The method of claim 41 to identify a ligand selective for Nur 
family transcriptional complexes. 

43 An isolated multimeric complex comprising at least a dimer 
oonsistlngoftwo partners which are selected from membersof the Nurfamily of 
nuclear receptors. 

44 The multimeric complex of claim 43. wherein said dimer is a 
bomodimerconsisting of two partners of the same member of the Nur family of 

nuclear receptors. 

45 The multimeric complex of claim 43, wherein said dimer is a 
beterodimer consisting of two partners ofadifferent member of the Nurfamily 
of nuclear receptors. 
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